
AAM76341      437 LRSYYERDR.KAKKWWHRLLYSLLETCLVNSWICFNDIVRSQMAEIKNLN.TQ....... 
AAM76342      437 LRSYYERDR.KAKKWWHRLLYSLLETCLVNSWICFNDMVRSQMAEIKTSN.TQ....... 
ABS18391      455 MCKSMSANR.KTNRWPMAVFYGMLNMAFVNSYIIYCHNKINKQEKPISRK.EFMKKLSIQ 
BAD07480      472 LSANYNVSR.NSKRWPMTLFYGVLNMAAINACIIYRANKN....VTIKRT.EFIRSLGLS 
BAD11135      472 LCANYNVSR.NSKRWPMTLFYGVLNMAAINACIIYRTNKN....VTIKRT.EFIRSLGLS 
BAD11136       99 LCANYNVSR.NSKRWPMTLFYGVLNMAAINTCIIYRANKN....VTIKST.EFIRSLGLS 
BAF82017      469 IQN.YDATG.KTNAWYKKAAFYMIQMSLYNSYVVYKAAVPCS...KLSFY.KYQLQLLPA 
BAF82019      457 IQHYYNATR.KTRAWYKKAAIYMIQMALYNSYVVYKAAVPGP...RLSYY.NYLLQLLPA 
BAF82020      456 IQTYYDATR.KTRAWYKKAAIYMIQMALYNSYVVYKAAVPGP...KLSYY.NFLLQLLPA 
BAF82021      458 IQTYYDATR.KTRAWYKKAAIYMIQMALYNSYVVYKAAVPGP...KLSLY.NYLLQLLPA 
*BAF82022     450 LQHYYNATR.KTRAWYKKVGIYLIQMALRNSYIVYKAAVPGP...KLSYY.KYQLQILPA 
BAF82025      450 LQHYYNATR.KTRAWYKKVGIYLIQMALRNSYIVYKAAVPGP...KLSYY.KYQLQILPA 
CAF99963      503 LISYYNVLH.QTQKWYKTLFYHCVDIAAVNAFILHKEMCKLQDQPELQQK.AFREQLILS 
CAI18712      469 NIAKYKVKI.RGMKWYSSFIGYVIDAALNNAWQLHRICCQDAQVDLLAFR.RYIACVYLE 
NP_689808     437 MLTSYPSERKRHKVWYKKFFHHLLHITVLNSYILFKKDNPEH...TMSHI.NFRLALIER 
NP_741958     342 KYSKYFISH.KPNKTWQQVFWFAISIAVNNAYILYKMSDAYH.VKKYSRA.QFGERLVRE 
*PIGGYBAC-ORF 452 MCSVMTCSR.KTNRWPMALLYGMINIACINSFIIYSHNVSSKGEKVQSRK.KFMRNLYMS 
Q8N328        469 NIDKYRASI.RGKKWYSSPLLFCFELVLQNAWQLHKTYDEKP.VDFLEFR.RRVVCHYLE 
Q8N414        487 KYSKYFISH.KPNKTWQQVFWFAISIAINNAYILYKMSDAYH.VKRYSRA.QFGERLVRE 
Q96JS3        745 IISKYRVRI.RSKKWYSILVSYMIDVAMNNAWQLHRACNPGASLDPLDFR.RFVAHFYLE 
XP_001030237  456 YLAAYRNCR.KNIKWYRPVFYRMLDNAIVNAFILYNFNLSPK..YKISQK.EFRIQLFKE 
XP_001541487  414 IIDDYNHNISIIPIS............................................. 
XP_001599370  281 LREVYMIER.RSKKWWHSIMYYYIDMAIVNCYILYKCYKEGE...CEDQL.AFRIQLAKQ 
XP_312615     440 MCAKHNVVR.STRRWPVAVFFNLMNLSAINAWCIYCLNHP..EEAKMSRR.DFLVTMALE 
XP_590785     470 NIAKYKVKI.RGMKWYSSFIGYVIDAALNNAWQLHRICCHDAQVDLLAFR.RYVACVYLE 
XP_699416     440 LTSTYTCQR.KTLHWPMVIFFNMLDVSAYNAFVLWMDLNPSWEAQKTNRRRIFLQDLGRA 
XP_797885     490 RMAYYKYPH.KHLKWYMVVYHFMVEVALVNAFLAYRIATKDMKRSTRSFR.LSVINSLLD 
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AAM76341          ............................................................ 
AAM76342          ............................................................ 
ABS18391      513 LTTPWMQER..........LQAPTLKRTLRDNITNVLKNV.VPASSENISNEPEPKKRRY 
BAD07480      526 MIYEHLHSR..........NKKKNIPTYLRQRIEKQLGEP.SPR......HVNVPGRYVR 
BAD11135      526 MIYEHLHSR..........NKKKNIPTYLRQRIEKQLGEP.SPR......HVNVPGRYVR 
BAD11136      153 MIYEHLHSR..........NKKKIFPPTSASESRNS........................ 
BAF82017      523 LLFG...............DVEEVPDIPDNDNVA..RMVG.KHFIDNIPPTLNEKSAQRA 
BAF82019      512 LLFG...............DVEEVPDMPGNDNVA..RMVG.KHFIAQIPPTPNKRYAQRK 
BAF82020      511 LLFG...............DVQEVPDVPGNDNVA..RMVG.KHFIAQIPPTPNKRYAQRA 
BAF82021      513 LLFG...............DVEEVPNMPGNDNVA..RMMG.KHFIAHIPPTPNKRYAQRT 
*BAF82022     505 LLFGGV.............EEQTVPEMPPSDNVA..RLIG.KHFIDTLPPTPGKQRPQKG 
BAF82025      505 LLFGGV.............EEQTVPEMPPSDNVA..RLIG.KHFIDTLPPTPGKQRPQKG 
CAF99963      561 LAGIGSRPGRSAPQNPPGLIVTEPPPPPSSAQVSDTTPSA.APASGHLPAYFVEDMSNVT 
CAI18712      527 SNADTTSQG..........RRSRRLETESRFDMIG..............HWIIHQDKRTR 
NP_689808     493 MLEKHHK.P..........GQQHLRGRPCSDDVTPLRLSG.RHFPKSIPATSGKQNPTGR 
NP_741958     399 LLGLEDSSP..........AH....................................... 
*PIGGYBAC-ORF 510 LTSSFMRKR..........LEAPTLKRYLRDNISNILPNE.VPGTSDDSTEEPVMKKRTY 
Q8N328        526 THGHPPEPG..........QKGRPQKRNIDSRYDG............INHVIVKQGKQTR 
Q8N414        544 LLGLEDASP..........TH....................................... 
Q96JS3        803 HNAHLSD..................................................... 
XP_001030237  512 LACRYSPSKS.........QHAIKVQQFMKDKSAEVDKIPQYFEKAMKLHIMKNCDYSAH 
XP_001541487      ............................................................ 
XP_001599370  336 LIGDYNGRK..........RFRDSK................................... 
XP_312615     496 LLRPQARRR..........LDSKTLPRLLRQRIGLFLGISREEYETVPVVERQGGESRGR 
XP_590785     528 SNADTSSQG..........RRSRRLETESRFDMIG..............HWIIHQDKRTR 
XP_699416     499 LVTPHLQRR..........ERLPRLPNSINMIVEAQSAPE.DIQRCIPPVTDPKRKRCEP 
XP_797885     548 SYAKTSTAG..........RPKALRESTRDNRLAP.RLTG.QHFAEQ.RPRQGKNRYYPD 
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